Purified APX protein was incubated at different concentrations of SIN-1 at 37ºC for 60 min, GSNO at 25ºC f 30 i GSH t 25ºC f 30 i Th ifi ti it f th for 30 min or GSH at 25ºC for 30 min. The specific activity of the recombinant APX was 204 nmol ascorbate · min -1 · mg -1 protein.
Data are means ± SEM of at least three replicates. *Differences from control values were significant at P < 0.05.
Supplemental Figure 2
Multiple sequence alignments(A) and phylogenic tree (B) of the amino acid sequence of pea cAPX and other 15 APX sequences found in Peroxibase (http://peroxibase.toulouse.inra.fr/) from the three model plants Arabidopsis thaliana, Medicago truncatula and Lotus japonicus with different subcellular localization including cytosol, peroxisome and chloroplast (stroma and thylakoid). Six APXs are from A. thaliana, including two cytosolic (AtAPx01, AtAPx02), 2 peroxisomal (AtAPx03, AtAPx04), 1 stromal (AtAPx05), 1 thylakoid-bound (AtAPx06) and 1 thylakoid-lumen that is remarked as not as APX (AtAPx07); seven APXs from M. truncatula: 2 cytosolic (MtAPx01, MtAPx03), 2 peroxisomal (MtAPx02, MtAPx05), 2 thylakoid-bound (MtAPx07-1, MtAPx07-2) and 1 un-localized (MtAPx05); and two APXs from L. japonicus: peroxisomal (LjAPx02) and cytosolic (LjAPx01). The relative position of Tyr-5, Tyr-235 and Cys-32 of pea cAPX is indicated in the protein sequences by yellow color. Single asterisk indicates identical residues. Semi-colon indicates conservative substitutions. Period indicate less conservative substitutions.
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